a b Supplementary Figure S1. Cross-sample study of the bulk methylation levels in different contexts. (a) The bulk methylation levels of CG and CH contexts (y-axis) are discordant across samples. Samples in RRBS library are excluded to avoid bias of CG methylation. (b) The bulk methylation levels in CW and CC contexts are discordant across all the samples.
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Mouse CW CW CC CC Supplementary Figure S3 . The logos of normalized motifs for mCW and mCC in selected samples. Examples are selected as covering all cell types (brain, ES/iPS, MPGC, FPGC and oocyte) in both human and mouse. All samples showed that mCW and mCC are different in motifs. Figure S15 . Loci in young murine B1 elements prefer high mCW methylation. Profiles of mCW across the sub-groups of murine B1 elements from 500 bp upstream to 500 bp downstream in brain, ES and oocyte. The sub-groups of B1 elements, B1F, B1_Mur1 and B1_Mus1 are ranked from most ancient to youngest. Yellow blocks marked the loci of B1 elements, with increased mCW levels during evolution. The corresponding sequence mutation between murine B1 and human Alu were shown under the profiles. 
